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defects in the vertebral column and eyes of the mCv2−/−
mouse are substantially enhanced by deleting one copy of the
BMP4 gene, suggesting a pro-BMP role of mCv2 in the
development of these organs. In addition, the mCv2−/−
mutant exhibits substantial defects in BMP-dependent pro-
cesses of internal organ formation such as nephron generation
in the kidney. This kidney hypoplasia is synergistically
enhanced by the additional deletion of KCP, which encodes
a pro-BMP protein structurally related to mCv2. This study
demonstrates essential pro-BMP functions of mCv2 for
locally-restricted signal enhancement in multiple aspects of
mammalian organogenesis.
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The Mouse Atlas of Gene Expression project (www.
mouseatlas.org) is a quantitative and comprehensive resourcethat defines the transcriptome in various tissues throughout
embryogenesis. Gene expression is measured by the SAGE
technique in which short tags are generated from transcripts and
sequenced. SAGE has several advantages over other gene
expression profiling methods since it is independent of prior
gene discovery, quantitative, and can be easily compared with
other laboratories. Over 200 expression libraries have been
constructed to date and have been made publicly available. The
global expression pattern of a specific gene can be described
from our large library collection to give us insight into its
possible role in several developmental processes. In this study
we have used the Mouse Atlas resource to find genes critical in
epithelial–mesenchymal interactions and their inter-conversion
which are crucial features of both embryonic development and
cancer progression. SAGE libraries used in this study include
epithelium and mesenchyme of lung and kidney, and the atrio-
ventricular (AV) canal of the heart. In the lung and kidney,
mesenchyme is induced to condense and form epithelium. In the
AV canal, epithelial cells undergo EMT to populate the future
valves and septa. Lists of genes that are specific to epithelium or
mesenchyme and that change as development progresses have
been compiled. The expression of these candidates has been
validated by RT-PCR and in situ hybridization. Data on some of
the candidates, their validation and functional analyses will be
presented.
doi:10.1016/j.ydbio.2007.03.671
